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(a) isolating a cytoplasmic fraction which includes 
mitochondria from the embryonic cell according to the 
method of claim 16; and 

(b) comparing the number of mitochondrial genomes in 
5 the fraction with a nucleotide sequence, polymorphism or 

mutation, with the number of genomes without the 
nucleotide sequence, polymorphism or mutation in the 
fraction. 

28. A method according to claim 27 wherein the 
10 nucleotide sequence, polymorphism or mutation of the 

mitochondrial genome is one which causes, or is suspected 
of cauing, or is associated with, a disease or dysfunction 
in the embryonic cell, or in progeny descended from the 
cell . 

15 29. A method according to claim 2 8 wherein the 

nucleotide sequence, polymorphism or mutation is shown in 
Table 1, 

3-0'": jr^-r hi fo^i ' ■ u^u^ -' ln A -n niH^ r^c L ri n cordina to clai m , „9 

or cl^m 12, the kit including an oligonucleotide which is 

20 capableXof detecting a nucleotide seq[uenGe, polymorphism 
or mutation in a mitochondrial genome which causes, or is 
suspectedXof causing, or is associated with, a disease or 
dysf unctioA in an oocyte, or in progeny descended from a 
fertilized oocyte, 

25 31. A k\t for use in a method according to claim 24 

or claim 27, the kit including an oligonucleotide which is 
capable of detecting a nucleotide sequence, polymorphism 
or mutation in a laitochondrial genome which causes, or is 
suspected of causiira, or is associated with, a disease or 

30 d ysfuncti on in an einl^ryonic cell, or in progeny descended 
from an embry^nrtic^celJ^ 
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the oligonucleotide is cap^bTe^'trf.. .detecting a nucleotide 



